comparative studies have already been performed using the most diffuse systems 41 (BMS and VMS), but, to the best of our knowledge, they have only been focused on 42 the identification of bacteria (3, 6, 14, 15). Only very recently, a comparative study 43 on yeasts has been performed using BMS and Saramis (bio-Mérieux, Marcy l'Etoile, 44 France), the previously distributed version of VMS (13 with unreliable or suboptimal identification were correctly identified by BED (Table   89 3). In the case of VMS, 137 (87.3%) isolates were identified at the species level, and 90 10 (6.4%) were correctly identified as belonging to Candida genus but misidentified 91 at the species level (Table 1 and Table 3 ). In six (3.8%) cases it was not possible to 92 achieve any reliable identification, whereas, more importantly, four (2.5%) isolates 93 were completely misidentified (Table 1 and Table 3 
